
morphological filter is not relevant to a median filter, which does not have a structural 
reference form. 

Thus neither Desmartis et al. nor Greef discloses a modified median filter. Since not all 
claim limitations are disclosed in the references, a prima facie case of obviousness cannot 
be established, and Applicant requests the removal of the rejections of claims 5 and 16. 

Claims 6 and 17 have been canceled and their dependent claims, 7-9 and 18-20, amended 
to depend from claims 1 and 12, respectively. Claims 7-9 and 18-20 include the 
limitations of selecting a parameter of a median filter in dependence on various factors. 
Neither reference discloses or suggests the selection of a parameter of a median filter. 
Desmartis et al. discusses parameters of a morphological filter — minimal height, minimal 
width, and maximal width (col. 2, lines 25-26) — none of which is relevant to a median 
filter. The only argument - tl^Examteer~provides 

limitations in Desmartis et al is that "it would have been obvious ... to select various 
parameters of the median filter," with a motivation that "the median filter can be 
customized to treat a wide range of problems." As mentioned above, there is no reference 
in Desmartis et al. to the parameter of a median filter or the customization of the median 
filter, and so there is clearly no teaching or suggestion of the selection of such a 
parameter. 

Regarding the specific factors — a scan rate of mass spectrometry, subsequent data 
analysis, and peak selection, respectively — none of these is taught or suggested in the 
references as factors on which parameter selection depends. Applicant respectfully points 
out to the Examiner that claims 7-9 and 1 8-20 do not simply recite parameter selection and 
various factors; rather, they recite parameter selection in dependence on those factors. 
Thus for a valid rejection, the reference must explicitly describe this connection, not 
simply disclose the features independently without providing any link between them. 

Not only does Desmartis et al. fail to mention any parameters of a median filter, much less 
how to select them, it also provides little guidance for selecting even the morphological 
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filter parameters. For example, "the minimal height parameter . . . can typically be chosen 
such that it is greater than the noise level, but smaller than the smallest peak" (col. 7, lines 
12-15). Additionally, "the minimal peak width is determined by the resolution of the 
chromatographic apparatus and the maximal peak width is a parameter to be chosen as 
being smaller than the wander and baseline variations" (col. 7, lines 54-58). In all cases, 
the parameters of the morphological filter are chosen in dependence on characteristics of 
the raw data, not on any of the limitations of claims 7-9 and 18-20. 

Regarding claims 7 and 18, which recite selecting the parameter in dependence on a mass 
spectrometry scan rate, Desmartis et al. makes no reference to mass spectrometry, while 
Greef makes no reference to a median filter. There is clearly no linkage in either reference 
or in the combination of references, therefore, to selecting a median filter parameter in 
dependence on a mass spectrometry scan rate. With respect to claims 8-9 and 19-20, there 
"is no disclosure of parametersnchusen^ 

characteristics in place before the filter is applied. Regarding claims 9 and 20, the 
Examiner maintains that Desmartis et al. teaches peak detection as a subsequent data 
analysis. Again, this is not relevant to the claims, which recite not simply that subsequent 
data analysis includes peak picking, but that the median filter parameter is chosen in 
dependence on the peak picking. 

Applicant submits that because the references neither teach nor suggest all of the 
limitations of claims 7-9 and 18-20, the rejections are unsupported by the art and should 
be withdrawn. 

Thus, Applicant requests that the Examiner reconsider the application and issue a Notice 
of Allowance in the next Office Action. If it would be helpful to obtain favorable 
consideration of this case, the Examiner is encouraged to call and discuss this case with 
the undersigned. 

This constitutes a request for any needed extension of time and an authorization to charge 
all fees therefor to deposit account No. 19-5117, if not otherwise specifically requested. 
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The undersigned hereby authorizes the charge of any fess created by the filing of this 
document or any deficiency of fees submitted herewith to be charged to deposit account 
No. 19-5117. 

Respectfully submitted, 


Date: July 9, 2003 



Barry J.(S^ao*on, #33,215 
Swanson & Bratschun, L.L.C. 
1745 Shea Center Drive, Suite 330 
Highlands Ranch, Colorado 80129 
Telephone: (303) 268-0066 
Facsimile: (303) 268-0065 


S:\CLIENT FOLDERS\SURROMEDY78\UTILITY\SURR-78 AM DMT A.DOC 


9 


APPENDIX 


'3 Data Analytic Main Page • Miciosofl Internet Exploi 

wmmmMMMmmMmmm 


! " . * , ' © El $ 


0 


m 

m 



Back frurwuid Slop Reftesh Home 

Search Favortes 

Hbtoy 

Mai 

Print 

Ed* 

Discuss Messengei 


: AjjdieM [^] http:/Ananatee/SuioMine/default.html 

irj; £>Go jjjLink* ** 


©URROMED 


Informatics Group 


Choose TASK: 
[ Ditcrimrant AnaKto '(* I 

Choose PROTOCOL: 

ChOOSB CiKuLiPs: 


AISampies{208) 
STUOY-DV[24) 
STUDY-MS060) 
SUBJECT CLASS -W(6) 
SUBJECT CLASS^<f52) 


SUBJECT CLASS«Y(4GJ 
SUBJECT~CIASS03G| 


ISTUDy«5T(16) j 
. STUDY-T[8] m wi .. im J 

Modify Measure Specs: 
Meature Clat t Max P-Value 

F?. Coll Counts |0 001 j 

D Cell Intensities |aom | 

D Coll Sizes jp.001 J 

& Soluble Factors ja?S j 

\ Refresh Meatus Selection j 


.C h 0 O S&.fAE AS_URESj_ 


Of the HO variables 
selected, choose a size for 
the 

combinations to analyze: 

IDftl 


jll 


Markers of size 3, ranked by classification accuracy 


| v Marker Components 11,;,. 

Hit Rate J_j[Count \JErrs j 

[(SF) Eotaxin, (SF) IL-2sRa, (SF) RANTES I 

75% [ 

101 [ 

25 

IfCC) ASY3-Q66.CD?pTCPabp/C[T , 3pTCR<;dp, (CC) ASY3-Q6ft.CD3pTCRgdp/C03p, (CC) ASY3- 1 
!-06£.CD?pTCP5dp/CD?pTCR*nn | 

73% j 

102 1 

28 

|(CC) ASr3-066.CD3pTCRabp/CDJp'IOftgdp, (CC) HS"i5-w66.Cu*3pTCRydp/C[>3p, (SF) IgG2 kappa j 

71%! 

1021 

30 

(CC) A5Y3-06 6.C03pTCRabp/CD3pTCRgdp, (CC) ASY3-066.CP3pTCRgdp/CP3p, (CC) AVERAGE.NK | 

70% ^ 

102 | 

31 

[(CC j A^'J-'o&B.'cbipTCRabp/CDapfcRgdt), (CC) AS r3-066.CD3pTCRgdp/CD3prCRabp, (SF) IgG2 j 
{kappa j 

70% | 

102 | 

31 

j(CC) A1TV3-066.CD?pTCRabp/'cD3pTCRQdp, (CC) AVERAGE ,NK cells/l.ytnphocYtf.s, (SF) IgGZ kappa j 

70% [ 

102 [ 

31 

j(SF) Eotaxin, (SF) IgG Total, (SF) RANTES j 

69% [ 

101 [ 

31 

[(CC) ASY3-Of>&.CD3pTCRabp/CD3pTCRgdp, ^CC) ASY3-06f>iCD3pTCR(jdD/CD3pTCRflhp, (CC) [ 
[AVBRAGE.NK ceiis/lYmphocvTes | 

69% | 

102 [ 

32 

|(SF) Eotaxin, (SF) IL-2sRa, (SF) IgG Total | 

67% [ 

101 1 

33 

| (S F) Eotax in, (SF) 1L- 2sRa, (SF) IgM lam bd a | 

67% | 

100 | 

33 

[(SF) eotaxin, (SF) IgM lambda, (SF) R ANTES | 

67% j 

100 j 

33 

[(SF) lgG2 kappa, (SF) IgM iambda, (SF) RANTES [ 

67% [ 

100 J 

33 

[(SF) IgG2 lambda, (SF) IgM lambda, (SF) RANTES [ 

67% | 

100 j 

33 

(CC) ASY3-b66XD3pTCP.gdp/CD3p, (CC) ASY3-066.CD3pTCRgd|^CD3pTC , R*bp, (CC) AVERAGE. NK 1 
| eel Is/lymphocytes I 

67% | 

102 J 

34 

|{SF) Eotaxin, (SF) IgG2 kappa, (SF) RAN I t:S f 

66% j 

101 [ 

34 

)(SF) Eotaxin, (SF) IgG Total, (SF) IgM lambda [ 

66% | 

100 f" 

34 

f(SF) Eotaxin, (SF) IgG2 kappa, (SF) IgM lambda [ 

65% | 

100 j 

3S 

[(SF) IL-2sRa, (SF) lgG2 lambda, (SF) igM lambda [ 

65% j 

100 j 

35 

4<CC)-ASi3:0fi6.CD3pICRadp/CD3p, (CC) AVEPAGE.NK cdls/Lymphocytes, (SF) IgG2 kappa j 

65% j 

102 j 

36 

|(CC) A"sr3-066,CD3pTCRgdp/*CD3pTCRe.bp, (CC) AVEftAGE.NK ctlls/Lf mphocftesf, (SF) IgG2 kappa | 


ID2f~ 

36" 

j(SF) IL-2sRa, (SF) IgG2 iambda, (SF) RANTES | 

65% j 

102 ! 

36 

|(SF) IgG Total, (SF) IgG2 kappa, (SF) IgG2 lambda | 

65% j 

102 f 

36 

|(SF) igG Total, (SF) igG2 lambda, (SF) RANTES P 

65% j 

102 | 

36 

|(SF) Eotaxin, (SF) Il-2sRa, (SF) IgG2 kappa [ 

64% [ 

101 [ 

36 

[(SF) Eotaxin, (SF) iL-2sRa, (SF) IgG2 iambda \ 

64% f 

ioif 

36 

[(SF) Eotaxin, (SF) IgG Total, (SF) IgG2 kappa | 

64% j 

101 | 

36 

[(SF) Eotaxin, (SF) IgG2 lambda, (SF) RANTES I 

64% | 

101 | 

36 

|(SF) IL-2sRa, (SF) IgG Total, (SF) IgM lambda I 

64% j 

100 j 

36 

[(SF) IgG Total, (SF) IgG2 iambda, (SF) IgM lambda I 

64% | 

100 i 

36 


|(SF) IL-2sRa, (SF) IgG Total, (SF) IgG2 kappa 


f 
1 


Figure 2: The interface of our Discriminant analysis tool used for mining broad bioanalysis data sets for biomarkers. 


Mass Spectrometry data analysis informatics 

Mass spectrometry is the newest addition to SurroMed's toolbox for the discovery of 
novel biomarkers through differential protein and organic molecule phenotyping. Our rationale 
for choosing mass spectrometry as a critical detection element for differential molecular 
phenotyping is predicated on its applicability to gather information for both high and low 
molecular weight species. Indeed, it is the only technique capable of both furnishing molecular 
identification of peptide fragments associated with large proteins and molecular 
weight/identification of molecules in the 100-500 atomic mass unit (amu) range. Moreover, 
insofar as several masses can be identified simultaneously, mass spectrometry is an intrinsically 
multiplexed detection technique. The multiplexed nature of mass spectrometry makes it a rich 
source of information, yet presents many technical challenges in terms of establishing a 
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